small subunit (SSU), D2D3 expansion segments of the large subunit (D2D3 LSU) and the internal transcribed spacer region (ITS) of ribosomal RNA. Phylogenetic relationships among the intraspecific isolates were inferred from the ITS sequences. A DNA sample from B. m. kolymensis was prepared as described by Kikuchi et al. (2009) and Tanaka et al. (2012) . The DNA base sequences were determined following the methods of Kanzaki & Futai (2002) and Ye et al. (2007) . Newly determined molecular sequences were deposited in the GenBank Database under accession numbers AB932856 (SSU and ITS) and AB932857 (D2D3 LSU). Sequences for comparison with the newly determined sequence were selected according to Braasch et al. (2011) and BLAST homology search results. Molecular phylogenetic analyses were conducted following the methods of Kanzaki & Tanaka (2013) . Briefly, the compared sequences were aligned using MAFFT (Katoh et al., 2002 ; available online at http:// align.bmr.kyushu-u.ac.jp/mafft/software/), and the base substitution model was determined as HKY + G using Modeltest v. 3.7 (Posada & Crandall, 1998) . The phylogenetic position of the new isolate was then inferred using maximum-parsimony (MP), maximum-likelihood (ML) and Bayesian analyses using the programs PHYLIP 3.69 (Felsenstein, 2005) , PhyML 3.0 online version (Guindon et al., 2010 : available online at http://www.atgcmontpellier.fr/phyml/) and MrBayes 3.2 (Huelsenbeck & Ronquist, 2001; Larget & Simon, 1999) , respectively.
Although the topologies of the phylogenetic trees generated by the three independent analyses were similar, the compared ITS sequences were very close to each other, i.e., the genetic distances were very short, and the terminal nodes were not strongly supported in any of the analyses. Thus, the maximum-parsimony tree is presented as the representative phylogenetic tree (Fig. 1) . The new isolate belonged to the B. m. kolymensis clade and was consistently close to the Korean isolate (GQ870256) in all three analyses (Fig. 1) . Because the sequence of the new isolate differed from all other known sequences, the isolate may be native to Japan and may have been associated with M. nitens over the long term.
Monochamus nitens has been recorded as a vector species of the pathogenic pine wood nematode, B. xylophilus (Steiner & Buhrer, 1934) Nickle, 1970 in multiple review articles (e.g., Kobayashi et al., 1984; Linit, 1988; Ryss et al., 2005; Akbulut & Stamps, 2012) . These records originally referred to an abstract published by Enda (1972) , who collected the beetles from Tama Forest Science Garden of Forestry and Forest Products Research Institute, Hachioji, Tokyo, Japan (Enda, 1972; Makihara, 1997) . However, according to Makihara (1997) , the insects examined in Enda (1972) were, in fact, M. grandis Waterhouse, because: i) M. nitens prefers cool areas, i.e., high latitudes, and is not distributed around the Hachioji (Tokyo) area; and ii) small individuals of M. grandis from the Tokyo area (local population) sometimes have white spots on their elytra, which are very similar to those of M. nitens. Later, Dr N. Enda, the original author, also agreed with the assessment of Makihara (1997). Therefore 'M. nitens' should be replaced by M. grandis in the vector list of B. xylophilus.
Previous studies by the current authors have examined the nematode associations of M. grandis from the study area (Kanzaki et al., 2012 (Kanzaki et al., , 2013 Akiba, unpubl. obs.) . However, B. xylophilus has never been isolated from the beetle species, although the latter is consistently associated with B. firmae Kanzaki, Maehara, Aikawa & Matsunomo, 2012 (and D. andrassyi Kanzaki, Tanaka, Hirooka & Maehara, 2013 , i.e., the association between B. xylophilus and M. grandis in the area is very unlikely and would be rare if it did occur. Therefore, the nematode species in the original report (Enda, 1972) could be B. firmae, a species not described at the time. Monochamus nitens and M. grandis, close relatives of M. alternatus, potentially function as vectors of the nematode and more field and laboratory surveys are necessary to understand the insect association of B. xylophilus and evaluate the potential risk of these beetles.
